BLAST2 Resets http://patents.incyte.com: 8000/cgi-bin/SeqServer/SeqServ. 
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USSN: 09/806,267 
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Confidential -- Property of Incyte Corporation SeqServer Version 4.6 Jan 2002 

Program: blastp 
Sequence ID ( s ) : 

O 135698CD1 vs. genpeptl37 



NCBI - BLASTP 2.0.10 [Aug-2 6-1999 ] 




Reference: Altschul, Stephen F. , Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), 
"Gapped BLAST and PSI-BLAST: a new generation of protein database search 
programs", Nucleic Acids Res. 25:3389-3402. 

Query= 135698CD1 

(234 letters) 

Database: genpeptl37 

1,534,369 sequences; 474,463,515 total letters 

Searching done 

Score E 

Sequences producing significant alignments: (bits) Value 
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anti-rabies SOJA immunoglobulin kappa light chain [ 
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g21619606 


similar to anti TNF-alpha antibody light-chain Fab 
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gl7645754 


unnamed protein product [Homo sapiens] 
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gl7644683 


unnamed protein product [Homo sapiens] 
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g21410096 


Unknown (protein for MGC:22645) [Homo sapiens] 
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gl7645758 


unnamed protein product [Homo sapiens] 
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gl7644687 


unnamed protein product [Homo sapiens] 
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gl6741061 


Similar to immunoglobulin kappa constant [Homo sapi 
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g23683336 


immunoglobulin kappa light chain [Homo sapiens] 


423 


e- 


117 


El 


g21669465 


immunoglobulin kappa light chain VLJ region [Homo s 


415 


e- 


115 



> g27728685 anti-rabies SOJA immunoglobulin kappa light chain [Homo 

sapiens] 
Length = 234 



Score = 444 bits (1131), Expect = e-124 

Identities = 217/234 (92%) , Positives = 224/234 (94%) 
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Query : 1 MEAPAQLLFLLLLWLPDTTGEIVLTQSPATLSLSPGERATLSCRASQSVSSYLAWYQQKP 60 

MEAPAQLLFLLLLWLPDTTGEIVLTQSPATLSLSPGERATL+CRASQ+ S YLAWYQQKP 
Sbjct: 1 MEAPAQLLFLLLLWLPDTTGEIVLTQSPATLSLSPGERATLACRASQTASRYLAWYQQKP 60 

Query : 61 GQAPRLLIYDASNRATGIPPRFSGSGSGTDFTLTISRLEPEDVALYYCQQYFTTPYTFGQ 120 

GQAPRLLIYD SNRATGIP RFSGSGSGTDFTL+IS LEPED A+YYCQQ F P+TFGQ 
Sbjct : 61 GQAPRLLIYDTSNRATGIPARFSGSGSGTDFTLSISSLEPEDFAVYYCQQRFNWPWTFGQ 120 

Query: 121 GTRLEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAKVQWKVDNALQSGNSQ 180 

GT+ + E KRTVAAPSVF I F PPSDEQLKSGTAS WCLLNNF YPREAKVQWKVDNALQSGNSQ 
Sbjct: 121 GTKVEFKRTVAAPSVF IF PPSDEQLKSGTAS WCLLNNF YPREAKVQWKVDNALQSGNSQ 180 

Query: 181 ESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 234 

ESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 
Sbjct: 181 ESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 234 

> g21619606 similar to anti TNF-alpha antibody light-chain Fab 

fragment [Homo sapiens] 
Length = 236 

Score = 436 bits (1110) , Expect = e-121 

Identities = 219/236 (92%), Positives = 225/236 (94%), Gaps = 2/236 (0%) 

Query: 1 MEAPAQLLFLLLLWLPDTTGEIVLTQSPATLSLSPGERATLSCRASQSVSS-YLAWYQQK 59 

ME PAQLLFLLLLWLPD+TGE VLTQSP TLSLSPGERATLSCRASQS+SS YLAWYQQK 
Sbjct: 1 METPAQLLFLLLLWLPDSTGENVLTQSPGTLSLSPGERATLSCRASQSLSSSYLAWYQQK 60 

Query: 60 PGQAPRLLIYDASNRATGIPPRFSGSGSGTDFTLTISRLEPEDVALYYCQQYFTT-PYTF 118 

PGQAPRLLIY S+RATGIP RFSGSGSGTDFTLTISRLEPED A+YYCQQY T+ P TF 
Sbjct : 61 PGQAPRLLIYGVSSRATGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGTSRPITF 120 

Query: 119 GQGTRLEI KRTVAAPSVF IFPPSDEQLKSGT AS WCLLNNF YPREAKVQWKVDNALQSGN 178 

GQGTRL+IKRTVAAPSVFIFPPSDEQLKSGTAS WCLLNNF YPREAKVQWKVDNALQSGN 
Sbjct: 121 GQGTRLDI KRTVAAPSVF IFPPSDEQLKSGTAS WCLLNNF YPREAKVQWKVDNALQSGN 180 

Query: 179 SQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 234 

SQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 
Sbjct: 181 SQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 236 

> g!7645754 unnamed protein product [Homo sapiens] 

Length = 236 

Score = 434 bits (1105), Expect = e-121 

Identities = 217/236 (91%), Positives = 226/236 (94%), Gaps = 2/236 (0%) 

Query: 1 MEAPAQLLFLLLLWLPDTTGE I VLTQSP ATLSLSPGERATLSCRASQSV-SS YLAWYQQK 59 

ME PAQLLFLLLLWLPDTTGEIVLTQSP TLSLSPGERATLSCRASQ++ SS YLAWYQQK 
Sbjct: 1 MET PAQLLFLLLLWLPDTTGE I VLTQSPGTLSLSPGERATLSCRASQNIRSS YLAWYQQK 60 

Query: 60 PGQAPRLLI YDASNRATGI PPRFSGSGSGTDFTLTI SRLEPEDVALYYCQQYFTTPY-TF 118 

PGQAP LLIY AS+RATGIP RFSGSGSGTDFTLTISRLEPED A+YYCQQ+ + + P +F 
Sbjct: 61 PGQAPGLLIYGASSRATGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQFGSSPMCSF 120 

Query: 119 GQGTRLEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNF YPREAKVQWKVDNALQSGN 178 

GQGT+LEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNF YPREAKVQWKVDNALQSGN 
Sbjct: 121 GQGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAKVQWKVDNALQSGN 180 

Query: 179 SQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 234 

SQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 
Sbjct: 181 SQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 236 

> g!7644683 unnamed protein product [Homo sapiens] 
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Length = 236 
Score = 434 bits (1105), Expect = e-121 

Identities = 217/236 (91%), Positives = 226/236 (94%), Gaps = 2/236 (0%) 

Query : 1 MEAPAQLLFLLLLWLPDTTGEIVX/TQSPATLSLSPGERATLSCRASQSV-SSYLAWYQQK 59 

ME PAQLLFLLLLWLPDTTGEIVLTQSP TLSLSPGERATLSCRASQ++ SSYLAWYQQK 
Sbjct: 1 METPAQLLFLLLLWLPDTTGEIWTQSPGTLSLSPGERATLSCRASQNIRSSYLAWYQQK 60 

Query : 60 PGQAPRLLIYDASNRATGIPPRFSGSGSGTDFTLTISRLEPEDVALYYCQQYFTTPY-TF 118 

PGQAP LLIY AS+RATGIP RFSGSGSGTDFTLTISRLEPED A+YYCQQ+ + + P +F 
Sbjct : 61 PGQAPGLLIYGASSRATGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQFGSSPMCSF 120 

Query: 119 GQGTRLEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAKVQWKVDNALQSGN 178 

GQGT+LEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAKVQWKVDNALQSGN 
Sbjct: 121 GQGTKLEIKRWAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAKVQWKVDNALQSGN 180 

Query: 17 9 SQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 234 

SQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 
Sbjct: 181 SQESVTEQDSKDSTYSLSSTLTLSKADYEKHKYYACEVTHQGLSSPVTKSFNRGEC 236 



> g21410096 Unknown (protein for MGC:22645) [Homo sapiens] 

Length = 234 

Score = 431 bits (1096), Expect = e-119 

Identities = 210/234 (89%), Positives = 224/234 (94%) 

Query : 1 MEAPAQLLFLLLLWLPDTTGEIVLTQSPATLSLSPGERATLSCRASQSVSSYLAWYQQKP 60 

MEAPAQLLFLLLLWLPDTTGEIV+TQSPATLS+SPGERATLSCRASQSV+S LAWYQQ P 
Sbjct: 1 MEAPAQLLFLLLLWLPDTTGEIVMTQSPATLSVSPGERATLSCRASQSVTSNLAWYQQTP 60 

Query: 61 GQAPRLLIYDASNRATGIPPRFSGSGSGTDFTLTISRLEPEDVALYYCQQYFTTPYTFGQ 120 

GQ+PRL+IY AS+RA+G+P RFSGSGSGT+FTLTIS L+ ED A+YYCQQY P+TFGQ 
Sbjct : 61 GQSPRLVIYGASSRASGVPARFSGSGSGTEFTLTISSLQSEDFAVYYCQQYNKWPHTFGQ 120 

Query: 121 GTRLEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAKVQWKVDNALQSGNSQ 180 

GT+L+IKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAKVQWKVDNALQSGNSQ 
Sbjct: 121 GTKLDIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAKYQWKVDNALQSGNSQ 180 

Query: 181 E S VTEQDSKDST YSLS STLTL S KAD YEKHKVYAC EVTHQGL S S PVTKSFNRGEC 234 

ESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 
Sbjct: 181 E S VTEQDSKDST YSLS STLTL SKAD YEKHKVYAC EVTHQGL S S PVTKS FNRGEC 234 



> g!7645758 unnamed protein product [Homo sapiens] 

Length = 236 

Score = 430 bits (1095), Expect = e-119 

Identities = 216/236 (91%), Positives = 225/236 (94%), Gaps = 2/236 (0%) 

Query: 1 MEAPAQLLFLLLLWLPDTTGEIVLTQSPATLSLSPGERATLSCRASQSVSSY-LAWYQQK 59 

ME PAQLLFLLLLWLPDTTGEIVLTQSP TLSLSPGERATLSCRASQS+SS LAWYQQK 
Sbjct : 1 METPAQLLFLLLLWLPDTTGEIVLTQSPGTLSLSPGERATLSCRASQSISSSSLAWYQQK 60 

Query : 60 PGQAPRLLIYDASNRATGIPPRFSGSGSGTDFTLTISRLEPEDVALYYCQQYFTTPY-TF 118 

PGQAP LLI+ AS+RATGIP RFSGSGSGTDFTLTISRLEPED A+YYCQQ+ + + P + F 
Sbjct: 61 PGQAPGLLIFGASSRATGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQFGSSPMCSF 120 

Query: 119 GQGTRLEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAKVQWKVDNALQSGN 178 

GQGT+LEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAKVQWKVDNALQSGN 
Sbjct: 121 GQGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAKVQWKVDNALQSGN 180 

Query: 179 SQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 234 

SQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSF3STRGEC 
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Sbjct: 181 SQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 236 



> g!7644687 unnamed protein product [Homo sapiens] 

Length = 23 6 

Score = 430 bits (1095), Expect = e-119 

Identities = 216/236 (91%), Positives = 225/236 (94%), Gaps = 2/236 (0%) 

Query: 1 MEAPAQLLFLLLLWLPDTTGEIVLTQSPATLSLSPGERATLSCRASQSVSSY-LAWYQQK 59 

ME PAQLLFLLLLWLPDTTGEIVLTQSP TLSLSPGERATLSCRASQS+SS LAWYQQK 
Sbjct: 1 METPAQLLFLLLLWLPDTTGEIVLTQSPGTLSLSPGERATLSCRASQSISSSSLAWYQQK 60 

Query: 60 PGQAPRLLIYDASNRATGIPPRFSGSGSGTDFTLTISRLEPEDVALYYCQQYFTTPY-TF 118 

PGQAP LLI + AS+RATGIP RFSGSGSGTDFTLTISRLEPED A+YYCQQ+ ++P +F 
Sbjct: 61 PGQAPGLLIFGASSRATGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQFGSSPMCSF 120 

Query: 119 GQGTRLEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLlSnsrFYPREAKVQWKVDNALQSGN 178 

GQGT+LEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAKVQWKVDNALQSGN 
Sbjct: 121 GQGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAKVQWKVDNALQSGN 180 

Query: 179 SQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 234 

SQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 
Sbjct: 181 SQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 236 



> g!6741061 Similar to immunoglobulin kappa constant [Homo sapiens] 

Length = 235 

Score = 430 bits (1095), Expect = e-119 

Identities = 214/235 (91%), Positives = 224/235 (95%), Gaps = 1/235 (0%) 

Query: 1 MEAPAQLLFLLLLWLPDTTGEIVLTQSPATLSLSPGERATLSCRASQSVSS-YLAWYQQK 59 

ME PAQLLFLLLLWLP TTGEIVLTQSPATLSLSPGERATLSCRASQ VSS YLAWYQQK 
Sbjct: 1 METPAQLLFLLLLWLPGTTGEIVLTQSPATLSLSPGERATLSCRASQIVSSAYLAWYQQK 60 

Query: 60 PGQAPRLLIYDASNRATGIPPRFSGSGSGTDFTLTISRLEPEDVALYYCQQYFTTPYTFG 119 

PGQAPRLL++ +S+RATGIP RFSGSGSGTDFTLTISRLEPED A+YYCQQY + + TFG 
Sbjct: 61 PGQAPRLLMFGSSSRATGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGSSQGTFG 120 

Query: 120 QGTRLEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAKVQWKVDNALQSGNS 179 

GT+ + + IKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAWQWKVDNALQSGNS 
Sbjct: 121 PGTKVDIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPRELAWQWKVDNALQSGNS 180 

Query: 180 QESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 234 

QE SVTEQD S KDST YSL S STLTL SKAD YEKHKVYAC EVTHQGL S S PVTKS FNRGEC 
Sbjct: 181 QESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKS FNRGEC 235 



> g23683336 immunoglobulin kappa light chain [Homo sapiens] 

Length = 236 

Score = 423 bits (1077), Expect = e-117 

Identities = 213/236 (90%), Positives = 220/236 (92%), Gaps = 2/236 (0%) 

Query: 1 MEAPAQLLFLLLLWLP--DTTGEIVLTQSPATLSLSPGERATLSCRASQSVSSYLAWYQQ 58 

ME PAQLLFLLLLWLP DTTGEIV+TQSPATLS+SPGERATLSCRASQSV S LAWYQQ 
Sbjct: 1 METPAQLLFLLLLWLPVSDTTGEIVMTQSPATLSVSPGERATLSCRASQSVRSNLAWYQQ 60 

Query: 59 KPGQAPRLLIYDASNRATGIPPRFSGSGSGTDFTLTISRLEPEDVALYYCQQYFTTPYTF 118 

KPGQAPRLLIY AS RATGIP RFSGSGSGT+FTLTIS L+ ED A+YYCQQY TF 
Sbjct: 61 KPGQAPRLLIYAASTRATGIPARFSGSGSGTEFTLTISSLQSEDFAVYYCQQYNEWFRTF 120 

Query: 119 GQGTRLEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAKVQWKVDNALQSGN 178 

GQGT+ + EIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAKVQWKVDNALQSGN 
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Sbjct: 121 GQGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAKVQWKVDNALQSGN 180 

Query: 179 SQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 234 

SQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 
Sbjct: 181 SQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 236 

> g21669465 immunoglobulin kappa light chain VLJ region [Homo 

sapiens] 
Length =265 

Score = 415 bits (1055), Expect = e-115 

Identities = 209/232 (90%), Positives = 213/232 (91%), Gaps = 1/232 (0%) 

Query: 4 PAQLLFLLLLWLPDTTGEIVLTQSPATLSLSPGERATLSCRASQSVSSYLAWYQQKPGQA 63 

P LLLL E LTQS PATLSLS PGERATLSCRASQSVS S YLAWYQQKPGQA 

Sbjct: 6 PTAAAGLLLLAAQPAMAETTLTQS PATLSLS PGERATLSCRASQSVS S YLAWYQQKPGQA 65 

Query: 64 PRLLIYDASNRATGIPPRFSGSGSGTDFTLTISRLEPEDVALYYCQQYFTTP-YTFGQGT 122 

PRLLIYDASNRATGIP RFSGSGSGTDFTLTIS LEPED A+YYCQQY + + P YTFGQGT 
Sbjct : 66 PRLLIYDASNRATGIPARFSGSGSGTDFTLTISSLEPEDFAVYYCQQYGSSPP YTFGQGT 125 

Query: 123 RLEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAKVQWKVDNALQSGNSQES 182 

+LEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAKVQWKYDNALQSGNSQES 
Sbjct: 126 KLEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNNFYPREAWQWKVX)NALQSGNSQES 185 

Query: 183 VTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 234 

VTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 
Sbjct: 186 VTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 237 

Database: genpeptl37 

Posted date: Sep 11, 2003 11:22 AM 
Number of letters in database: 474,463,515 
Number of sequences in database: 1,534,369 

Lambda K H 

0.314 0.129 0.377 

Gapped 

Lambda K H 

0.270 0.0470 0.230 

Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB: 225373096 

Number of Sequences: 1534369 

Number of extensions: 8964668 

Number of successful extensions: 79945 

Number of sequences better than 10.0: 32966 

Number of HSP's better than 10.0 without gapping: 14318 

Number of HSP's successfully gapped in prelim test: 18648 

Number of HSP's that attempted gapping in prelim test: 44709 

Number of HSP's gapped (non-prelim): 35882 

length of query: 234 

length of database: 474,463,515 

effective HSP length: 60 

effective length of query: 174 

effective length of database: 382,401,375 

effective search space: 66537839250 

effective search space used: 66537839250 

T: 11 

A: 40 

XI: 16 ( 7.2 bits) 
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X2: 38 (14.8 bits) 
X3: 64 (24.9 bits) 
SI: 42 (22.0 bits) 




Submit sequences to;[ BLAST 2 





IncyteGenomics 
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